In the title molecule, C 13 H 17 NO 2 , the piperidine ring assumes a chair conformation. The dihedral angle between the mean plane of the piperidine ring and the benzene ring is 45.49 (1) . In the crystal, molecules are linked by O-HÁ Á ÁO intermolecular hydrogen bonds, leading to a molecular chain running along the c-axis direction. The atoms of the hydroxy piperidine ring and the methyl group of methylphenyl ring are disordered over two sets of sites with refined occupancies of 0.754 (5) and 0.246 (5).
In the title molecule, C 13 H 17 NO 2 , the piperidine ring assumes a chair conformation. The dihedral angle between the mean plane of the piperidine ring and the benzene ring is 45.49 (1) . In the crystal, molecules are linked by O-HÁ Á ÁO intermolecular hydrogen bonds, leading to a molecular chain running along the c-axis direction. The atoms of the hydroxy piperidine ring and the methyl group of methylphenyl ring are disordered over two sets of sites with refined occupancies of 0.754 (5) and 0.246 (5).
Structure description
Piperidine and its derivative have played vital roles in the design of pharmaceutical drugs (Das & Brahmachari, 2013) . It has been shown that the antioxidant activity of the title molecule can be enhanced by the substitution of hydroxyl, methoxy, nitro and alkyl groups on the piperidine ring system (Ravindernath & Reddy, 2017) .
In the compound (Fig. 1) , the bond lengths are typical of such derivatives and are in good agreement with literature values (Allen et al., 1987) . The C-N distances [1.370 (5)-1.464 (5) Å ], C=O distance [1.189 (5) Å ] and C-O distance [1.399 (5) Å ] are in good agreement with the values of similar reported structures Prathebha et al., 2015) . The +syn-periplanar(+sp) orientation of the keto group with the hydroxypiperidine ring is revealed by the torsion angle O1-C8-N1-C9 [15.1 (6)] . The total angle (359.5 ) around the N atom indicates sp 2 hybridization of this atom. The piperidine ring (N1/C9-C13) adopts a chair conformation with puckering parameters q2 = 0.0097 (4), q3 = 0.5605 (4), Q T = 0.5605 (4) Å , '2 = À22 (21) and 2 = 1.0 (4) . Atoms data reports C10 and C13 deviate by À0.233 (2) and 0.243 (2) Å , respectively, from the mean plane through all ring atoms.
In the crystal, molecules are linked through O-HÁ Á ÁO hydrogen bonds ( 
Synthesis and crystallization
The title compound was synthesized following a published procedure . In a 250 ml round-bottomed flask, 15 ml of ethyl methyl ketone was added to 3-hydroxy piperidine (0.01 mol; 1 g m) and stirred at room temperature. After 5 min, triethylamine (0.02 mol; 1.3 ml) was added and the mixture stirred for 15 min. Then 4-methyl benzoyl chloride (0.02 mol; 1.2 ml) and 15 ml of ethyl methyl ketone were added and the reaction mixture stirred at room temperature for 2 h. A white precipitate was formed which was filtered off. The filtrate was evaporated to give the crude product. It was then recrystallized twice from ethyl methyl ketone to give Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx; Ày; z À 1 2 ; (ii) x; y; z À 1.
Figure 2
The crystal packing of the title compound, viewed along the b axis with hydrogen bonds indicated by dashed lines. Computer programs: APEX2, SAINT and XPREP (Bruker, 2004) , SHELXS97 and SHELXL97 (Sheldrick, 2008) and ORTEP-3 for Windows (Farrugia, 2012).
Figure 1
ORTEP-3 for Windows (Farrugia, 2012) plot of the title compound, with displacement ellipsoids drawn at the 30% probability level.
yellow block-like crystals of the title compound (m.p. 70 C, yield 82%).
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . The atoms of the hydroxy piperidine ring and the methyl group of methylphenyl ring are disordered over two sets of sites with refined occupancies of 0.754 (5) and 0.246 (5).
data-1
IUCrData ( Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. H atoms were positioned geometrically and treated as riding on their parent atoms and refined with, C-H distance of 0.93-0.98 Å, O-H of 0.82 Å with U iso (H)= 1.5 U eq (c-methyl),and U iso (H)= 1.2Ueq(C) for other H atoms.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Occ. (<1) C3 0.18222 (11) −0.4020 (4) 1.0752 (3) 0.0762 (7) 
